. (A) Bayesian tree of amino acid sequences from the SSB subfamily. The tree was rooted using SSB orthologs from Basidiomycota. Scale is in expected amino acid substitutions per site. (**) -posterior probability ≥ 0.95. (B) Bayesian tree of nucleotide sequences of SSB ORFs from post-WGD Saccharomycetaceae species. Scale is in expected nucleotide substitutions per site.
Fig. S3.
Bayesian tree of amino acid sequences from the KAR subfamily. The tree was rooted using KAR orthologs from Basidiomycota. Scale is in expected amino acid substitutions per site. (**) -posterior probability ≥ 0.95.
Fig. S4
(A) Bayesian tree of amino acid sequences from the SSC subfamily. The tree was rooted using SSC orthologs from Basidiomycota. Scale is in expected amino acid substitutions per site. (**) -posterior probability ≥ 0.95. SSC1 preSSQ1 -SSC1 sequences from species that pre-date the emergence of SSQ1; SSC1 preSSC3 -SSC1 sequences from Saccharomycetaceae pre-WGD species that pre-date the emergence of SSC3. (B) Cladogram showing the hypothetical scenario of SSC evolution in the CTG and Saccharomycetaceae clades. Arrows indicate genes evolving under concerted evolution. Bayesian tree of amino acid sequences from the SSA subfamily in the Yarrowia clade. The tree was rooted using SSA1 from S. cerevisiae. Scale is in expected amino acid substitutions per site. Posterior probabilities are shown for the individual branches. Localization of the switched radical sites on the structural model of the SBD of SSQ1 from S. cerevisaie, which was generated by homology modeling using SWISS-MODEL (Arnold et al. 2006 ) and structure of DnaK (PDB: 2KHO) as template. The SBD-β domain is shown in orange, the SBD-α domain is shown in red. In green are the switched radical sites at indicated positions. In blue are sites homologous to DnaK sites known to participate in substrate binding (Zhu et al. 1996 KlacSSC1
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